molecular symbol). Network a (p=1x10 -36 , Fishers exact test) involves genes associated with NFkB such as MAP1LC3A encoding LC3 involed in autophagy (p=7.1x10 -10 ), TRIM8 (p= 6.7x10 -6 ) which modulates p53 activity and CALM1 (calmodulin 1) (p=3.2x10 -6 ); network b (p=1x10 -30 ) involving CXCL8 (IL8) (p= 9.5x10 -5 ) a critical modulator of neutrophil recruitment and behaviour with associated genes showing eQTL including IRF3 (p=3.6x10 -6 ), IL18RAP (p=5.5x10 -17 ) and CXCR1 (IL8 receptor) (p=2.4x10 -5 ); network c (p=1x10 -30 ) centred on histones H3 and H4; network d (p=1x10 -26 ) involving genes linked with ERK1/2 MAP kinases; network e (p=1x10 -26 ) also focused on ERK and P38 MAPK and involving a network of genes including many transcription factors such as ETS1 (p=9.7x10 -6 ), ATF1 (p=5.1x10 -8 ) and JUN (p=2.7x10 -5 ); network f (p=1x10 -26 ) involving Akt and caspases; network g (p=1x10 -26 ) including eQTL involving ATM (p=1.5x10 -18 ), heat shock proteins HSPA1A and HSPA1B (p=1x10 -6 ) and MCM5 (p=3.4x10 -11 ); network h 
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